Figure 2 (Fig. 2) . According to the ICTV guidelines (Briddon et al., 2003; Chattopadhyay et al., 2008 
Figure 1
Figure 2 (Rojas et al., 1993) and Beta01/Beta02 for DNA- (Briddon et al., 2002) . (Fig. 2) . According to the ICTV guidelines along with phylogenetic analysis (Fig. 3 (Briddon et al., 2003; Chattopadhyay et al., 2008 
Full-length sequencing revealed a viral genome (HM007121) of 2,788 nt with seven predicted ORFs (AV1, AV2, AC1, AC2, AC3, AC4, AC5). Sequence alignment using MegAlign (DNASTAR, Madison, WI) showed the virus to have the highest levels of nucleotide sequence identity (77%) with a 'Pakistan" strain of Pepper leaf curl Bangladesh virus (AF314531). With other chilli-infecting begomoviruses in the Indian sub-continent, there was between 64 and 76% sequence identity. The present virus is distinctly placed in a separate clade in the phylogenetic tree

